: Primer and probe sequences employed for the search of the HPyV genomes in the CSF. Legend: * Reference strain: MAD 1 (accession number J02226.1), °R eference strain: WW (accession number AB211371), ** Reference strain: MCC 350 (accession number EU375803), + Reference strain: isolate 627a, complete genome (accession number HM011563), ^ Reference strain: isolate 713a; complete genome (accession number HM011566), # Reference strain: isolate HPyV9 complete genome (accession number HQ696595).
VIRUS TARGET REGION
HPyV9 VP1 1449-1469 # 9 F 5'-CCCCAAAGAAAAGGCAAGAG -3' 1509-1493 # 9 R 5'-GCGGGTGTTGGACAGGTTT-3' 1472-1488 # 9 Probe 5'-VIC-CGG AGC ATG TCC TGT AA-MGB-3' 
Other Viruses Detected by PCR
HSV-1 was detected in one sample with a viral load of 3.8 × 10 3 copies/mL (HSV-1 ELITe MGB kit, Elitech, Tourin, Italy), corresponding to a CT value of 31. It was also detected in two samples with a viral load below the limit of quantification of our assay (<1.1 × 10 2 copies/mL), corresponding to a CT value of 39. EBV positive samples (8) had a viral load below the limit of quantification of our assay (<1.1 × 10 2 copies/mL), EBV ELITe MGB kit, Elitech, Tourin, Italy), corresponding to a CT value of 39. HCMV was detected in one sample, with a viral load of 7.6 × 10 3 copies/mL (CMV ELITe MGB kit, Tourin, Italy), corresponding to a CT value of 28. Enterovirus genomes (3) were detected by a qualitative assay (Enterovirus R-Gene®, Biomerieux, Italy). The CT values ranged from 38 to 40.
HIV-1 was detected with the COBAS® AmpliPrep/COBAS® (TaqMan® HIV-1 Test, v2.0 Roche Diagnostics).
The following viral loads were measured: <20 copies/mL, 9 × 10 2 copies/mL, 3.8 × 10 3 copies/mL, and 1.5 × 10 4 copies/mL. We cannot provide the CT value, because the system does not allow the operator to access this kind of information.
The CT of the negative control referred to the internal control. The CT value for the internal control was 25-26.
